INTRODUCTION
The two markers (CR, Cyt b) were analyzed separately and then combined into a single data set.
154
The number of variable sites, number of parsimony informative sites and nucleotide frequencies 155 were estimated for each data matrix in MEGA 6 (Tamura et al., 2013) .
156
Phylogenetic reconstruction was performed using both maximum likelihood (ML) and (Ronquist et al., 2012) , respectively. The most appropriate substitution model for each gene (CR assumptions about the partitioning of local populations, a Bayesian model-based approach to inferring hidden genetic population structures was implemented in the program BAPS 6 190 (Bayesian analysis of population structure; Cheng et al., 2013; Corander and Marttinen, 2006) .
191
BAPS potentially offers insight into the historical genetic connectivity of populations. Analyses
192
were first performed on the entire data (including all sequenced individuals from across the 193 latitudinal range of M. commersonii) and then repeated on subsections of the data, including only 194 individuals assigned to the "northern group" and the "southern group". In each independent run 195 the number of proposed clusters (K) ranged from 1 to 10, with 5 runs for each K. In each case,
196
analyses were conducted using the concatenated mtDNA.
197
A Mantel test was used to determine the relationship between genetic and geographic 198 distance across distribution of M. commersonii and significance was assessed by 1000 199 permutations using Alleles In Space (AIS) program (Miller, 2005) .
200
The geographical pattern of genetic differentiation was evaluated using analysis of Be to the northern most locality; "Dry2" from Marovaza to Bemaraha; "Subarid"; and "Humid- 
230

RESULTS
231
Genetic diversity and divergence
232
The nucleotide composition and levels of variation of the two mitochondrial genes differed with (Table 1) .
237
For the CR, after analyses with DnaSP software, 92 unique haplotypes were identified.
238
The haplotypic diversity for this dataset was high (Hd = 0.98), but the nucleotide diversity was Statistically significant results were indicated by asterisks: * P < 0.05;** P < 0.01; ***P < 0.001. Statistically significant results were indicated by asterisks: * P < 0.05, **P < 0.01, ***P < 0.001.
